In our study, STAR version 2.5.2a was chosen as the mapper for alignment dependent quantification methods. It was specified to output both genome mapping and transcriptome mapping BAM files. The following parameters are specified:
. Comparisons of the overall performance among different methods using TPM measure. A) Pearson correlation coefficient; B) mean absolute relative differences. The metrics were calculated by comparing the estimated TPM values with the "ground truths" in simulated dataset. were estimated with large discrepancies for some methods.
All transcripts with length less than 200nt were extracted, and their corresponding accuracy metrics were calculated using counts and TPM values respectively, including E) Pearson correlation coefficient and F) mean absolute relative differences. The Pearson coefficient was negative for Cufflinks and thus was omitted in the plot. 
